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Conclusions: Correlation between gut bacterial compositions and parasitic
infection in Malaysian adolescence was detected. Nevertheless, disentan-
gling the relationship between the infection and the gut microbiota dynamic
is difficult due to the confounding lifestyle and diet difference. Notwith-
standingly, our results provided baseline information to facilitate further
study on the interaction between gut microbiota and helminth colonisation.
OS 8-4
DEVELOPMENT THE DETECTION METHOD OF SARCOCYSTIS DNA FROM
STOOL SPECIMEN AS THE PROOF FOR FOODBORNE CASES
Yuko Watanabe-Murakami, Kenji Yagita. National Institute of Infectious
Diseases, Japan
Purpose: Sarcocystosis is parasitic infectious disease caused by protozoan
apicomplexan parasite of the genus Sarcocystis. Sarcocystis are globally
distributed, and have a two-host cycle, generally with carnivores or omni-
vores as definitive hosts (DH) and herbivores as intermediate hosts (IH).
Humans can serve as definitive hosts for S. hominis and S. suihominis after
eating raw meat from cattle and pig, respectively. In Japanese cuisine,
raw horse meat is known as “Basashi”, and it is popular in some regions of
Japan. To date, “Basashi” has been known as safe food from the risk of
contamination by parasite compared with raw beef meat or raw pork
meat. However, between 2009, June and 2014, Jan., 48 cases of gastroen-
teritis with unknown sources, but ate raw horse meat was reported. Since
Sarcocystis fayeri was reported as possibly the causative agent, the issue
on food safety for consumption of raw horse meat has been concerned.
To prove the food poisoning, the evidence from both of food and patient is
important, but suspicious meat sample is not always remained, thus testing
meat if it contain infectious agents is difficult. In this study, to develop an
alternative tool is focused on to investigate parasitic DNA that might be
contained in stool of patients when the leftover raw horse meat is not
available.
Methods: Using spike experiment with genomic DNA of Sarcocystis sp. and
bradyzoites originally obtained from sarcocyst in horse meat, try to detect
the parasitic DNA from stool specimens derived from a patient who is obvi-
ously not associated with any food poisoning cases. Recombinant plasmid
DNA contained target region of S. fayeri. 18S rRNA gene was used to spike
experiment and to detect parasitic DNA from stool samples, nested PCR
was carried out.
Results: Specific bands of spiked 104 copies of plasmid DNA containing 18S
rRNA genes of S. fayeri was identified with gel electrophoresis under the
UV- transilluminator.
Conclusions: When the leftover meat is not available, detection of specific
DNA for Sarcocystis sp. from stool specimens derived from patients who is
involved with gastroenteritis can be useful. This method can be used as diag-
nostic tool to investigate foodborne cases that is responsible for eating raw
horse meat.
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SYSTEM BIOLOGY ANALYSES OF THE DYNAMIC HOST RESPONSE TO
TOXOPLASMA GONDII INFECTION IN A MURINE MODEL
Ivan K. S. Yap 1,*, Mee Teck Kho 2, Chun Wie Chong 1, Swee Hua Erin Lim 3,
Nor Hadiani Ismail 4, Patricia Kim Chooi Lim 2, Mak Joon Wah 2. 1Life
Sciences Department, School of Pharmacy, International Medical University,
126 Jalan Jalil Perkasa 19, Bukit Jalil, 57000 Kuala Lumpur, Malaysia;
2School of Postgraduate Studies and Research, International Medical
University, 126 Jalan Jalil Perkasa 19, Bukit Jalil, 57000 Kuala Lumpur,
Malaysia; 3Perdana University, Block B & D Aras 1, MAEPS Building, MARDI
Complex, Jalan MAEPS Perdana, 43400 Serdang, Selangor DE, Malaysia;
4Atta-ur-Rahman Institute for Natural Products Discovery, Universiti
Teknologi MARA, 42300 Bandar Puncak Alam, Selangor DE, Malaysia
Purpose: Toxoplasmosis, one of the most common parasitic diseases world-
wide, is caused by the protozoan Toxoplasma gondii. It is a parasite with no
specific host and has more than one obligatory host in its life cycle. T. gondii
is prevalent in most part of the world with an estimated one third of the
global human population infected. Thus, it is imperative that the mechanism
of infection and the interactions between parasite and mammalian host are
elucidated to uncover the mechanisms of pathology ultimately leading to
improved disease diagnosis, control and surveillance. Here, we compared
the serum cytokines, urine metabolite and faecal bacterial profiles of
mice infected with T. gondii using integrated systems biology approach to
assess and unravel the complex interactions between the host and the para-
site. T. gondii infection led to up-regulation of serum cytokine levels which
correlated with perturbations in urinary metabolites and faecal bacteria
compositions.
Methods: Murine model of T. gondii infection was established and the tissue,
urine, blood serum and faecal pellet were harvested for analyses. Infection
was assessed by histopathology of brain slices using H & E staining. Subse-
quent serum, urine and faecal samples were analysed using multiplex, nu-
clear magnetic resonance spectroscopy and TRFLP respectively. The data
generated were analysed using multivariate statistical analysis and the
covariation between the cytokines, NMR data and bacteria populations
were explored using correlation network analyses and multiple linear regres-
sions modelling techniques.
Results: The integrated systems biology approach using correlation network
analyses of data from the three matrices showed differences in energy
metabolism and gut microbe metabolism, distinctive immunological pheno-
types, and shifts in microbial composition between the infected and control
animals.
Conclusions: The current study showed complex interactions between the
host and the parasites across the three biological compartments. The corre-
lation between host innate immune response, host metabolism and gut
microbiome were established. This study proved that T. gondii infection
will affect not only host physiological functions but the host gut microbiome
as well. Results from the current study enhance understanding of parasite
infection in mammalian system and facilitate biomarkers discovery.
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INCRIMINATION OF ANOPHELES BALABACENSIS AS THE VECTOR FOR
SIMIAN MALARIA IN KUDAT DIVISION, SABAH, MALAYSIA.
Meng Li Wong 1,*, Indra Vythilingam 1, Cherng Shii Leong 1, Loke
Tim Khaw 1, Tock Hing Chua 2, Benny Obrain 2, Heather Ferguson 3,
Chris Drakely 4. 1Department of Parasitology, Faculty of Medicine,
University of Malaya, 50603 Kuala Lumpur, Malaysia; 2Department of
Pathobiology, School of Medicine, University of Malaysia Sabah, Jalan UMS,
88400 Kota Kinabalu, Malaysia; 3Institute of Biodiversity, Animal Health and
Comparative Medicine, University of Glasgow, United Kingdom; 4London
School of Hygiene and Tropical Medicine, London, United Kingdom
Purpose: Plasmodium knowlesi is a simian malaria parasite affecting
humans, leading to fatal infections in Sabah. High number of cases was re-
ported from the Kudat Division. A 12 months study was performed to identify
the simian malaria vectors.
Fig 1 Urinary 1H NMR-derived differential metabogram showing significant
metabolic differences between control and infected animals on days 14 and 42.
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Methods: Two localities in Banggi Island and one in Kg Paradason, Kudat
were selected as the study sites. Mosquitoes were collected using human-
landing catch (HLC). All mosquitoes were identified and dissected to extract
midgut, salivary glands and ovaries. These were examined under light micro-
scopy for oocysts, sporozoites and parity, respectively.
Results: A total of 1884 anopheline mosquitoes representing 13 species were
collected from all sites. Anopheles balabacensis was the predominant
anopheline, consisting of 94.43% of the total collection. They bite as early
as 1800 hours and peaks off after 2400 hours. From the collection, 45 An.
balabacensis are found positive, of which 13 were infected with oocysts
and sporozoites, 15 with sporozoites, and 17 with oocysts only. Molecular
work being carried out to determine the Plasmodium species.
Conclusions: From this study, it was found that Anopheles balabacensis was
predominant in all sites and a large number of positively infected mosqui-
toes were encountered. It is suggested that An. balabacensis is the vector
involved in the transmission of simian malaria in Kudat Division, Sabah,
Malaysia.
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REDUCING ANTIBIOTIC RESISTANT PATHOGENS (ARPS) AND PRIMARY
BLOODSTREAM INFECTIONS IN THE INTENSIVE CARE UNIT (ICU) SETTING
IN THE ASIA PACIFIC REGION
M. L. Ling 1, L. T. A. Thu 2, N. Jaggi 3, S. Sengupta 4, H. Oh 5, N. Ahmad 6,
N. A. Aziz 7, T. Y. Ching 8, W. H. Seto 8, A. Apisarnthanarak 8, W. Jarvis 8.
1Singapore General Hospital, Singapore; 2Cho Ray Hospital, Vietnam;
3Artemis Health Institute, India; 4BLK Super Speciality Hospital, India;
5Changi General Hospita, Singapore; 6Universiti Malaya Medical Center,
Malaysia; 7Hospital Tuanku Ampuan Najihah, Malaysia; 8APSIC
Purpose: The aim is to evaluate the impact of using Octenisan to reduce
incidence of ARP (MRSA, VRE, ESBL producing E. coli, ESBL producing Kleb-
siella species, Imipenem resistant bacteria (Acinetobacter baumannii,
Enterobacteriaceae and Pseudomonas aeruginosa) and Stenotrophomonas
maltophilia) in six ICUs in resource limited countries in the Asia Pacific re-
gion over a one year period.
Method: 6 ICUs across the Asia Pacific region are involved in this one year
prospective cross-over study comparing bathing patients with soap and wa-
ter daily against bathing patients with Octenisan daily. Three ICUs began
with soap and water bathing for first 6 months and remaining ICUs began
with Octenisan bath. 20% of the patients are randomly selected to be
screened on admission and discharge to determine the period prevalence
colonization rate of ARPs and ARP acquisition rate in the ICU. Hand Hygiene
compliance was also monitored.
Results: Demographic of the 3 completed centres indicated no significant
difference in the average monthly number of ICU patients (p: 0.218) and
their length of ICU stay (p: 0.238), patient average duration of hospital
stay (p: 0.873), patient average length of central line day (p: 0.730) and
nurse:patient ratio (p: 0.077). Average hand hygiene compliance rate in
the 3 completed centres was 64.97%. Aggregate acquisition rates and clear-
ance rates are collected, and will be analysed as an aggregate on completion
of the study in the 6 centres.
Conclusion: The sample size is currently too small for us to conclude on the
impact of use of Octenisan at this point. A more conclusive report will be
made on completion of the study in the 6 hospitals and presented at the
conference.
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DIFFERENT EXPRESSIONS OF THE TOLL-LIKE RECEPTORS (TLRS) AND
RELATED FACTORS IN PERIPHERAL BLOOD OF PRETERM INFANTS
Jin-ping Zhang, Jianguo Zhou, Chao Chen, Wenjing Shi. Neonatal
department of Children’s Hosptial, Fudan University, Shanghai, 201102,
China
Objective: TLR insufficiency increases newborn’s susceptibility to infectious
disease. The aim of this study was to analyze TLR changes and its signaling
pathway associated factor expressions in non-infected premature newborns.
Methods: The peripheral blood of ten premature births has been collected
weekly from the 28th gestational week (GW) until maturity at 36th GW.
Microarray assays were used to derive dynamic follow-up data of TLR1-10
and other TLR signaling pathway associated factor changes.
Results: The follow-up results showed that the transcription level of TLR1
increased at the 36th , TLR 3 decreased at the 33rd and TLR7 increased at
the 34th GW significantly, whereas NFkB and its activator TBK1 were highest
transcribed in the 28th and 32nd GW. Low TLR4 transcription in addition to
late MD-2 maturation (33rd GW) indicated a lack of defense mechanisms
against bacterial infections in preterm births particular in the first weeks af-
ter birth. Late transcriptional enhancements of TLR1 and MYD88 (35th week)
as well as b 2 microglobulin (35th GW) also indicated a weak immune system
in the early maturation stages.
Conclusion: The transcription levels of TLR1, 3, 7 and the signaling pathway
associated cofactors were different transcribed during the 28th and 36th GWs
of the premature newborns. In the early stage after preterm birth, beside
peak transcriptions of NFkB and TBK1, the immune system is not fully devel-
oped and maturation takes place mainly between the 33th and 35th GW.
OS 9-3
A CHLORHEXIDINE GLUCONATE (CHG) CONTAINING DRESSING FOR THE
COST-EFFECTIVE REDUCTION OF CATHETER RELATED BLOODSTREAM
INFECTION
Patrick J. Parks, MD PhD 1,2, Michele Anderson, PhD 2, Marnie L. Peterson
Pharm DPhD 2. 1Critical and Chronic Care Solutions Division, 3M St-Paul,
USA; 2Translational Research Center, Experimental and Clinical
Pharmacology, University of Minnesota, Minneapolis, USA
Purpose: Central line associated bloodstream infection (CLABSI) surveil-
lance represents an effective clinical monitor of vascular access devices.
Catheter related bloodstream infections (CRBSI) represent the subset of pa-
tients whose clearly defined signs and symptoms indicate a causative role of
the catheter in the causation of clinical sepsis. Reduction of infection will be
reflected in the rates both of CLABSI and CRBSI. While standardised pro-
cesses and procedures have reduced infection rates worldwide over the
last decade, the desire to reduce these infections to zero, or nearly so, re-
quires additional technical solutions. One such solution that reduces infec-
tion is a chlorhexidine containing dressing, 3M TM Tegaderm TM
chlorhexidine gluconate securement dressing.
Methods: Confocal microscopy was used to determine the mechanism of ac-
tion of the dressing microscopy using a published ex vivo human tissue
model. In vitro studies using agar gel culture measured the ability of the
dressing to kill a variety of organisms known to cause CRBSI. CLABSI and
CRBSI rates were measured using both randomised and quasi-experimental
clinical studies involving more than 4000 subjects comparing the CHG gel-
dressing to flat films. Health economic measures included cost to prevent
one infection, incremental cost effectiveness ratio (ICER) and savings per
patient.
Results: In vitro studies demonstrated the ability to kill both gram positive
and gram negative bacteria with the effectiveness greater against gram pos-
itive organisms. The dressing reduces and/or prevents biofilm formation
more effectively than CHG solution, indicating that the gel was critical.
Figure 1 The expression of TLR1-10 from the 28th to 36th gestational
weeks
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